Whether, and to what extent, phenotypic evolution follows predictable genetic paths, remains an important question in evolutionary biology. Convergent evolution of similar characters provides a unique opportunity to address this question. The transition to selfing and the associated changes in flower morphology are among the most prominent examples of repeated evolution in plants. Yet, to date no studies have directly compared the extent of similarities between convergent adaptations to selfing. In this study, we take advantage of the independent transitions to self-fertilization in the genus Capsella to test the existence of genetic and developmental constraints imposed on flower evolution in the context of the selfing syndrome. While C. rubella and C. orientalis have emerged independently, both have evolved almost identical flower characters. Not only the evolutionary outcome is identical but, in both cases, the same developmental strategies underlie the convergent reduction of flower size. This has been associated with convergent evolution of gene-expression changes. The transcriptomic changes common to both selfing lineages are enriched in genes with low-network connectivity and with organ-specific expression patterns. Comparative genetic mapping also indicates that, at least in the case of petal size evolution, these similarities are largely caused by mutations at the same loci. Together, these results suggest that the limited availability of low-pleiotropy paths predetermine closely related species to similar evolutionary outcomes.
Introduction
Phenotypic changes evolved in response to changes in selective pressures or as a result of genetic drift.
The influence of stochastic, deterministic and contingent factors in defining the route of phenotypic evolution is still debated 1 These similarities are especially intriguing when they do not merely reflect the phylogenetic relatedness of individuals. One explanation that has been proposed is that these features represent optimal, or maybe even the only possible adaptations to particular environmental constraints 4 .
This does not, however, appear to be a universal feature since many species have also adapted to the same environment through different mechanisms 1 .
Other factors, such as the genetic and developmental constitutions of species may therefore also influence the repeatability of phenotypic evolution. In agreement with a role of evolutionary history in predisposing adaptive paths, meta-analyses of described events of repeated evolution have indeed suggested that convergent morphological adaptations seem to be more frequent in closely related lineages 5 . Because species that share ancestry have accumulated the same mutations and evolved the same developmental programs on which future adaptations will be built, they may be expected to respond similarly to new selective pressures.
Additionally, the existence of shared standing variation in potentially adaptive traits may also underlie the repeated evolution of similar phenotypes 6 . Yet, the extent to which these different factors explain the convergent adaptations of closely related species, is not well understood.
Phenotypes are controlled by a series of genes that regulate each other through transcription or posttranscriptional interactions 7 . The gene regulatory networks (GRNs) controlling different traits are themselves interconnected and these connections will be modified during ontogenesis to ensure the successful orchestration of developmental programs. The complex structure of these networks may itself limit the genetic solutions to adaptation and predetermine evolutionary outcomes 8, 9 . For instance, highly connected 'hub' genes play an essential role in network connectivity and, thus, any perturbations in their activities can have drastic pleiotropic consequences and strongly impair the fitness of organisms [10] [11] [12] . For this reason, only variations in a few genes may provide enough adaptive advantage in the face of new conditions because they allow specific changes in phenotypes and limit the pleiotropic consequences 13 . If such genes are limited, they are likely to constitute evolutionary hotspots, explaining the similarities observed in independent convergent evolution. In support of this prediction, a number of studies have now succeeded in identifying genes repeatedly involved in independent evolution of the same phenotype [13] [14] [15] [16] [17] . What these studies have also indicated is that the connectivity within GRNs is changing during ontogenesis and thus the target of selection within a given GRN is highly dependent on the developmental context 18 . Also, contrary to the above prediction, the perturbation of highly connected regulatory hubs has been shown to provide rapid evolutionary advantages by promoting phenotypic diversity 19 . Furthermore, not all networks appear to have a limited solution to evolve. In freshwater stickleback, for instance, pharyngeal tooth number has evolved independently through different means 20 . Identifying GRNs involved in convergent evolution may, therefore, provide important insights on how network structure can constrain phenotype evolvability. In particular, the hotspot genes identified by now have mostly come from studies of genetically simple traits with limited numbers of genes involved, such as flower colour or animal pigmentation 13 . By contrast, much less is known about the genetic basis of convergent evolution of highly polygenic traits, with organ size being one prominent example.
The transition from outcrossing to selfing in plants offers a unique opportunity to investigate the genetic bases of convergent evolution of polygenic aspects of morphology. Self-fertilization is believed to be selected when compatible mates are rare and, thus, when its benefits in terms of reproductive assurance, outweigh the cost of inbreeding depression 21, 22 . This transition has occurred independently hundreds of times during plant evolution and, in many cases of animal-pollinated species, it has been followed by very similar changes in flower morphology and function 23 .
These similarities are such that these changes have been termed the selfing syndrome 24 . They include, in the predominantly selfing lineages, a strong reduction of flower size, a reduced pollen to ovule ratio and a decrease in the production of nectar and scent. The frequencies of these events and the resulting similarities in terms of phenotypic evolution allow challenging the above hypotheses regarding the influence of phylogenetic distances on the repeatability of evolutionary paths. Yet, no studies have directly compared the extent of similarities in the independent evolution of the selfing syndrome.
The genus Capsella has emerged as an ideal model to study the phenotypic consequences of the transition toward self-fertilization 25 . In this genus, two independent transitions to selfing have occurred both presumably through the breakdown of the selfincompatibility system 26 . In a western lineage, the predominantly self-fertilizing C. rubella evolved from the outbreeding ancestor C. grandiflora within the last 200,000 years [27] [28] [29] . An earlier and independent event in an eastern lineage gave rise to C. orientalis from a presumed C. grandiflora-like ancestor within the last 2 million years 26, 30 . The genetic basis of selfing syndrome evolution has been extensively studied in C.rubella 25, 31 . In this species, a complex genetic basis underlies the evolution of flower size and pollen to ovule ratio. At least six mutations have contributed to reducing the size of the petals. Yet, most of the world-wide distributed accessions appear to share these mutations suggesting that the evolution of such traits has occurred early during the history of C.
rubella, or at least before its geographical spread 25, 31 . So far, nothing is known about the genetic basis of selfing syndrome evolution in C.
orientalis and more particularly, on whether or not these two instances of convergent evolution rely on similar molecular mechanisms.
In this study, we compared the developmental, transcriptomic and genetic bases of the selfing syndrome in C. orientalis and C. rubella. In particular, we asked whether due to their close relatedness the phenotypic changes in these two species resulted from the same developmental and molecular mechanisms. We identified common transcriptomic changes between these independent instances of selfing-syndrome evolution and studied the pleiotropic properties to determine if their repeated involvement may have been predicted from network structures.
Results

Convergent evolution of flower morphology after the transition to selfing in the Capsella genus
To determine the extent of similarities in the phenotypic changes that have occurred in both selfing lineages, we compared the flower morphology in C. grandiflora (Cg), C. rubella (Cr) and C. orientalis (Co). The size of different flower organs, as well as of vegetative organs, was quantified in five representative accessions for each species (Table S1) . Petal area is about five times smaller in both selfers compared to the outcrosser ( Fig.1B ). This reduction is consistently observed between the different accessions of the three species analysed ( Fig. S1) . Average leaf size is only slightly reduced in Cr and Co (12 and 20 % smaller, respectively). Furthermore, the leaf area is highly variable within each species and the leaves from some of the selfing accessions are as large as those of Cg (Fig. S1) . Within the flower, organ size reduction is not limited to petals, but also affects other organs ( Fig. 1 and S1 ). Sepals are 15 and 21% shorter in Cr and Co, respectively, while the and Co, the evolution of self-fertilization has therefore been accompanied by a reduction of floral organ size and in particular, a strong decrease in petal dimensions. Strikingly, the size of all flower organs is not significantly different between the two selfers.
In many cases the transition to selfing is associated with a shift in the allocation of sexual resources. We therefore compared the number of pollen grains and ovules in the three Capsella species 24 . The pollen to ovule (P/O) ratio is reduced to a similar extent in both Co and Cr (Fig. 1C) Overall, these results indicate that despite their independent evolution Co and Cr have evolved very similar flower phenotypes. Furthermore, based on the comparison of leaf area between the three species, the changes in organ size seems to be largely restricted to flowers and most prominently to petals, indicating that organ-specific mechanisms are likely underlying these evolutionary changes.
The same developmental mechanism underlies the reduction of petal size in Cr and Co
To determine whether similar development processes were responsible for the reduction of petal size in Cr and Co, we compared petal growth in each Capsella species using representative accessions ( Fig. 2 and S2) . Fig. 2A) . This PC reflects a proportional variation in the overall petal size with a stronger modification along the transversal axis ( Fig. 2A) Co. However, these two PCs reflect only minor shape variation of the outline curvature at the junction between the petal limb and claw, and are not significantly different between each of the selfers and the outcrosser (Fig. 2) . The difference in PC7 and 8 between Cr and Co is, therefore, more likely to be due to phenotypic variation in the ancestral outcrossing population rather than independent adaptation to self-fertilization. Overall, these results indicate that the two selfers have evolved similar petal size and shape suggesting analogous underlying developmental processes.
In plants, the final organ size is mostly determined by two processes, cell proliferation and cell elongation. Any variations in the rate or duration of these processes will therefore influence the final organ dimension. Following the growth of petal primordia over time in a representative accession for each of the species did not reveal any difference in the initial petal growth between Cg, Cr and Co ( Fig. 2B) . However, the petals cease to grower earlier in Cr and Co compared to Cg indicating that the duration rather than the rate of growth has been modified in the selfers. No difference in average cell size per segment along the longitudinal axis of the petal was observed between the three species ( Fig. 2C) . The numbers of cells in each section, however, strongly differ between the selfers and the outcrosser ( Fig. 2 C) . Cg petals consist of about 4.5 times more cells than those of Cr and Co (Fig. 2D) .
The total cell number of both selfers is not significantly different and the number of cells follows an identical pattern along the longitudinal axis. The two selfers have therefore evolved petals constituted by the same number of cells.
Despite the independent evolution of Cr and Co lineages, the same developmental mechanism underlies the reduction of the petal size, i.e. a reduced cell number due to shortening of the cell proliferation period.
Convergent evolution of gene expression in Cr and Co
In many cases, the morphology of organisms evolved as a result of changes in the expression and/or mRNA abundance of genes regulating developmental programs 14, 32, 33 . The reduction of flower size in C. rubella is no exception and the underlying polymorphisms identified so far affect the mRNA quantity of key growth regulators 34, 35 .
Given the developmental similarities between Cr and Co, we hypothesized that their morphological adaptations to selfing may have been caused by mutations affecting the same gene regulatory networks (GRNs). If this was the case, it would be expected that the convergent morphological evolution in these lineages has also been accompanied by similar changes in gene expression.
To test this hypothesis, high-throughput RNA sequencing (RNA-seq) was performed in different tissues of the three diploid Capsella species. These tissues included 10-day old seedlings, young flower buds undergoing intense cell proliferation (later called young-flower) and old expanding and maturing flower buds (hereafter named old-flower).
PCA using vst normalized read counts as well as hierarchical clustering based on Euclidean distances showed a clear grouping according to tissue type, developmental stage and evolutionary distance.
PCA also allowed to identify differences based on mating system ( Fig. 3A and S3A) . in Cr and Co, respectively ( Fig. 3B and S3 ). Among them, 6205 genes were called differentially suggesting that the expression of the same genes has also evolved to a similar magnitude in both selfing lineages. Consistent with the phenotypic changes that occurred in selfers, coDEGs were enriched for many different Gene Ontology (GO) terms including developmental processes involved in reproduction or metabolic processes (Fig. S4) . The repeated evolution of flower morphology has therefore been accompanied by convergent evolution of gene expression.
Increased convergent gene-expression evolution in flowers
Because the phenotypic changes in selfers are mostly apparent in reproductive organs, we tested whether the convergent evolution of gene expression was restricted to the flower transcriptomes. DEGs were identified in all the tissues analysed ( Fig. 4A) . We found a total of 6648 DEGs, in at least one selfer compared to the outcrosser, in the seedling samples, 7854 in the young-flower samples and 8507 in the old-flower samples. A significant number of genes were called differentially expressed in both selfers in all samples and rather few of them were found to be sample-specific ( Fig.4A and S5A) . Nevertheless, Overall, these results indicate that most of the convergent gene-expression evolution has occurred within the flowers and suggest an accelerated evolution of the flower transcriptome in selfers.
Low-pleiotropic organ-specific GRNs underlie the convergent evolution of the selfing syndrome
Organ-specific evolution, such as the reduction of flower size after the transition to selfing, can arise through changes in tissue-specific regulators or through tissues-specific modifications of general regulators. Gene 'reuse' in convergent phenotypic evolution has often been proposed to be explained by the fact that only a few genes may have a specialized function that allows 'optimizing' the phenotype of specific organs while avoiding pleiotropic effects 13 . We therefore sought to analyse the expression pattern and pleiotropy of the coDEGs. Their expression pattern across the samples was globally positively correlated between selfers and outcrossers ( Fig. 5A and S6A) . Only a small proportion of the genes appear to have a lower correlation coefficient suggestive of an evolution of their pattern of expression ( Fig. S6B) . We next asked whether coDEGs tend to have an organspecific expression pattern. To this end, we determined the proportion of genes expressed in an organ-specific manner, which we defined as the genes whose expression is enriched by at least 5fold in a specific tissue, in the coDEGs and the non-coDEGs (genes called differentially expressed in only one selfers, also called: Others) ( Fig.5 B) coDEGs show a significant reduction in the sum of connectivity when compared to the non-coDEGs ( Fig. 5C) . This pattern was, however, not observed when randomly selecting 2000 genes, suggesting that the list of coDEGs are particularly enriched in genes with low pleiotropy (Fig. S6C) . Consistently with previous results indicating a negative association between network connectivity and nonsynonymous divergence, the coDEGs show a significant increase in dN/dS ratio that was not observed for the list of 2000 randomly drawn genes ( Fig. S6E and S6F 36 ). The coefficient of variation calculated from genome-wide expression data of Cg is also significantly higher for the coDEGs especially for genes with high expression value ( Fig.5D, S6D and S6G) We therefore analysed the segregation of petal size as well as ovule and pollen numbers in the Co x Cr F2 populations ( Fig. 6 and S7) . In contrast, the petal size distribution was narrower (CV= 0.2) in Co x Cr F2 hybrids with a mean centered between those of the two selfer parents ( Fig. S7) . We detected transgressive segregation beyond the higher parental values but not on the lower side of the distribution. More importantly, no large flower phenotypes were observed in the Co x Cr F2 population. We next compared the frequency distribution of petal size observed in this F2 population with frequency distributions simulated with different QTL models having an increasing number of contributing loci (Fig. S8) . The effect and location of the loci used in the simulations were defined based on previous QTL studies and the distribution was centred around the mean between the two selfers using previously estimated residual variance components 25, 37 . The observed phenotypic distribution was not statistically different from those simulated with the models using one or no The genotypes obtained were then used to establish genetic maps using the Kosambi mapping function.
As expected from previous studies, this resulted for both populations in eight linkage groups which were in good agreement with the position of the markers on the genome sequence 38 (Fig. S9 and S10) .
ddRAD markers were globally evenly distributed throughout the genome and only weak segregation distortion was observed along the 8 linkage groups.
We therefore used this genotype information to map QTL influencing the measured traits ( Fig. S9 and   S10) . A multiple QTL approach was used to identify the most informative QTL models, which were then used to position the QTL within the genome (Table   S2 and S3). The positions of the QTL identified were then compared to previous QTL mapping experiments in Cr x Cg F2 and RIL populations ( Fig. 6 and S11 25, 37 ). Only one QTL, SIQTL1, influencing the self-compatibility in C. orientalis was identified. This QTL overlaps with the Capsella S-locus which contains the S-locus reporter kinase and the linked S-locus Cys-rich proteins and which has been reported to underlie the loss of selfincompatibility in C. rubella 25, 27, 37 (Fig. S11) . Fig. 6) . Most of these QTL act additively as we only detected a significant interaction between PAQTL5 and PAQTL8 (Table S2) . Notably, three of these QTLs, which together explain more that 30% of the total phenotypic variance, overlap with QTL previously identified in two other independent Cr x Cg populations 25, 37 (Fig. 6 and S11) . In particular, the QTL on scaffold two which here explained by itself 23% of the total phenotypic variance Co x Cg population was also found to have a major influence on Cr petal size. From the remaining QTL, only at PAQTL4, 6 and 7, which together explained 11 % of the total phenotypic variance, the Cr alleles reduced the petal size and are therefore likely to underlie lineage-specific modifications after the transition to selfing (Table S3 ). Consistent with the above segregation analysis, this QTL mapping experiment suggests that the loci with stronger effects may have contributed to the reduction of petal size in both of the selfing lineages. PAQTL 1 to 3 affected both the length and width of the petals, but none of them has an influence on leaf size, indicating that as in Cr these loci act in an organspecific manner. As it could be expected, none of these QTLs were detected in the Co x Cr population ( Fig. 6 and S11) . (Fig. S11) . The QTL models identified, however, explained only 20 % of the total phenotypic variance suggesting many other loci with a weak effect were also segregating in this population (Table S2) . Similarly, no significant QTL influencing pollen number were detected in these populations suggesting, here as well, the contribution of a large number of small effect mutations. Such scenario is consistent with the above segregation analysis, which revealed that the observed phenotypic distribution could be explained by a complex genetic basis.
Consistently
Discussion
We sought to analyse the extent of similarities in the phenotypic evolution that have followed independent transitions to selfing in two closely 
Ecological value of selfing syndrome traits
These similarities could be explained by the fact that these specific trait values confer a strong phenotypic advantage in a selfing context. Strong reduction in both petal size and pollen numbers are prominent recurring features of the selfing syndrome 25 . Theoretical modelling and the rapid evolution of selfing syndrome observed in recently emerged selfer lineages support the idea that these phenotypic changes could evolve as a result of positive selection, rather than the relaxation of constraints imposed by the needs of attracting pollinators 27, 28, 39, 40 . Flower size has been shown to affect the distance between anthers and stigma, also known as herkogamy 25, 41 . Variation in herkogamy inversely correlates with the ability of plants to selffertilize, most likely because it facilitates the deposition of self-pollen onto the stigma [42] [43] [44] [45] [46] . A reduced flower size may therefore act as mating system modifiers by facilitating the establishment of self-fertilisation 47, 48 . Nevertheless, flower size has been shown to be reduced through different mechanisms and to a different extent in different selfing species 24 . However, here both selfers have evolved exactly the same petal morphology. Moreover, they have done so through the same developmental strategy and our genetic and transcriptomic analyses suggest that they have, at least in part, used similar genetic paths. The large extent of similarities may therefore not only be driven by the adaptive value associated with petal size, but also because a limited number of genetic solutions exist to reduce flower size without having detrimental consequences on plant fitness.
Compared to flower size, it is less obvious how pollen number would act as a mating system modifier and contribute to selfing evolution. It is more likely that the reduction in pollen number reflects the re-allocation of the resources invested in male function in out-crossing species 47, 48 . Here, our genetic analyses indicate a different genetic basis in the two selfing lineages with the contributions of several small effect mutations. This would be consistent with this trait evolving as a consequence rather than a cause of selfing evolution, in which case mutations with small effect refining the fitness optimum would be expected to contribute 47 . That said, why would these two species evolve the same number of pollen grains? Pollen to ovule ratio has been shown to correlate with mating systems and ecology 24, 49, 50 . It is therefore conceivable that an optimal ratio between pollen grains and ovules exists and that because Cr and Co share the same ancestry and life history characters their phenotype would converge towards the same values.
The genetic constraints imposed on flower size evolution
Our study indicates that, to a large extent, the two selfing lineages share the molecular mechanisms underlying the reduction of petal size and, possibly, even rely on mutations within the same genes. This could be expected if, for instance, the adaptation to selfing in one species would have been helped by the introgression of 'selfing' alleles from the oldest selfing lineage. This seems, however, unlikely for several reasons. First, the lineage in which C. orientalis has evolved diverged from the C. grandiflora/C. rubella lineage about 1 to 2 MYA 26, 51 . Furthermore, the species occupy nonoverlapping geographical ranges, which prevent any gene flow between modern populations 26 . Finally, no signs of recent introgression were identified at close proximity of shared polymorphisms between the two Capsella selfing lineages 29 . The similarities in these two instances of selfing-syndrome evolution may therefore suggest that specific regulatory nodes in the gene network controlling flower size are more suitable to adapt plant phenotypes to selfing.
Although a large number of pleiotropic growth regulators have been identified in plants, it is still unclear how many of them can be modified to change the size of a specific organ. In Capsella, the transition to selfing has been associated with a strong reduction of flower dimensions without strong effects on the overall body size. Mutations affecting petal-specific regulatory elements have been shown to play an important role in the C. rubella selfing syndrome 34 . It is therefore plausible that only the genes with similar regulatory architecture could allow to specifically reduce the size of the flowers. Consistent with the recurrent involvement of mutations having an organ-specific effect, we have observed that the gene-expression changes common to the two selfers tend to correspond to genes mostly expressed in flowers.
Yet, it is still unclear how many of the plant growth regulators could lead to organ-specific phenotypic evolution.
The capture of standing genetic variants from the ancestral outcrossing population has contributed to the evolution of the selfing syndrome in C. rubella 34 . Furthermore, long term balancing selection has been shown to maintain polymorphisms over several millions years in C. grandiflora 29 . The availability of genetic variants having an adaptive value for selfers in outcrosser populations could therefore predetermine the path to selfing syndrome evolution. Indeed, if for instance purifying selection on 'small flower' alleles was less efficient at specific loci, it could explain why such loci would underlie independent evolutionary events. Cases of convergent evolution due to shared standing variation have been described before 6 . We also observed that the expression the coDEGs tends to be more variable in the outcrossing population.
The similarities in the independent evolution of the selfing syndrome may therefore originate from the GRNs under weak functional constraints that may provide the necessary variation for a rapid track to phenotypic evolution.
Pleiotropy of the genes involved in independent evolution of the selfing syndrome
Genes with low pleiotropy, yet strong effects on phenotypes are expected to be more suitable for phenotypic adaptation 13 . The convergent evolution in gene expression in the two Capsella lineages appears to affect genes with low pleiotropy. These genes are on average less connected compared to other differentially expressed genes and most of them are expressed predominantly at a particular developmental stage or in a particular organ type.
Furthermore, these genes also show higher amino acid divergence and among them, genes having a high expression level also show higher coefficients of variation in gene expression in Cg. These observations are consistent with previous findings indicating that genes with lower connectivity are under weaker functional constraints 36 . Altogether, these observations are in agreement with the idea that genes with lower pleiotropy are more likely to underlie repeated instances of phenotypic evolution.
Although it may be difficult to decipher what is the cause-consequence relationship, these results also suggest that the recurrent involvement of the same genes is also determined by the selective pressures imposed by the network structure. By having a more variable expression, the genes with low connectivity could provide genetic variation upon which evolutionary processes could act. The genetic variation caused by the reduced negative selection on low pleiotropic genes could therefore by itself predetermine the paths of evolution.
In summary, our results are in line with the predictions that independent phenotypic changes in response to the same ecological challenge are likely to be similar between closely related species that share ancestry 1 . Nonetheless, our study not only revealed similar evolutionary outcomes but also that very similar paths have been followed by the two lineages in response to selfing evolution. Gene 'reuse' in convergent evolution of flower morphology is associated with reduced levels of gene pleiotropy. Determining whether the constraints imposed on flower size are caused by limited genetic solutions to the evolution of specific phenotypes or by the availability of genetic variants to feed evolutionary processes will require further studies. By identifying loci involved in independent selfing syndrome evolution, this work offers for the first time the means to answer these questions.
Materials and methods
Biological materials and growing conditions
The geographical origins of the different Capsella rubella (Cr), C. orientalis (Co) and C. grandiflora (Cg) accessions used in this study are detailed in 
Morphological measurements
To compare the species-wide phenotypes of C.
rubella, C. orientalis and C. grandiflora five accessions for each species were analysed as listed in Table S2 .1. For all these accessions and the F2 interspecific populations, the following characters were measured.
Leaf size was quantified from the fully expanded 12 th leaves. Flowers organs were measured from the 15th and 16th fully opened flowers on the main inflorescence stem. Three petals, three sepals and three stamens were measured for each plant. Gene Ontology (GO) enrichment analysis [66] [67] [68] .
Phenotypic segregation analysis
Transgressive segregation was estimated as previously described 69 rubella 25, 31 . The sim.cross function was modified to centre the distribution around the mean between the two selfers average using previously estimated residual variance for each of the trait investigated 25, 31 . Modelled distributions were then compared to observed frequencies using the Kolmogorov-Smirnov test.
Genotyping by Sequencing
DNA extracted from lyophilized leaves for each F2 individuals as previously described 72 analysis was then used to refine the QTL model until the best fit was identified (Table S2) 
Statistical analysis
The phenotypic distributions for each genotype or species are presented with box plots. In these plots, Epistatic effects between QTL are presented as ":" 
